Repeat regions of malaria parasite proteins: a review of structure and possible role in the biology of the parasite.
Tandemly repeated amino acid sequences are characteristic of many malaria parasite proteins that have been sequenced to date. Strong selective pressures must exist to maintain the repeat regions and also to diversify them in the case proteins containing strain-variant repeats. Repeats have been suggested to function in immune-evasion and in binding to host receptors. This article focuses on the structural characteristics of the repeats in relation to their postulated function.